: The results of the statistical analyses. To compare miRNA expression levels, two-sided Mann-Whitney U tests and Kruskal-Wallis one-way tests were used. All represented values were adjusted for multiple testing using the Benjamini-Hochberg procedure. PBC = primary breast cancer; BCR = breast cancer in remission; MBC = metastatic breast cancer; GC = gynecologic cancer
Supplementary
: Alternative miRNAs signature performances for validation and an independent cohort
Alternative miRNAs combination miR-16 + let-7d + miR-103 + miR-181a + miR-107 + miR-142-3p + miR-148a + let-7f-1 + miR-199a-5p + miR-590-5p + miR-32
AUC Sensitivity Specificity Performances on our dataset (108 primary breast cancers vs. 88 controls) 0.80 ± 0.02 0.9 +-0.04 0.45 +-0. GeNorm is an algorithm that determines the most stable reference genes from a set of tested candidate reference genes in a given sample panel. The mean Cq of the 50 most highly expressed miRNAs was used for normalization because it was the most stable reference gene according to the GeNorm software.
